Methylation rates of cytosines in the target regions of TALENs used in this study were extracted from four independent BS-seq data of wild-type rice calli (blue bars, Stroud et al 2013; green bars, BS-seq that was done in this study with two independent wild-type Nipponbare callus samples (4 weeks after callus induction) as described previously (Numa et al 2015) . Positions of cytosines in the TALE-binding regions are shown with the context of each cytosine (CG, CHG, or CHH) . (A) target 274; (B) target 31. Table S1 . Sequences of TALE-modules in TALENs used in this study. (Cermak et al, 2011) . 3 Repeat variable diresidues (RVD) in each TALENs containing N* modules are shown. N* modules are placed at positions corresponding to highly methylated cytosines ( Figure 1A and B).
Supplementary Figure S3. RT-PCR of introduced TALENs constructs.

RT-PCR was performed for
Supplementary Table S2 . Off-target analysis of TALENs used in this study. T ATAACGTGTTGCGTTATCCTTTTCG T CACCCTTGCCGACACCAACACTCT Off-target sites were surveyed with Paired Target Finder at TAL Effector Nucleotide Targeter 2.0 (https://tale-nt.cac.cornell.edu/) in which N* module is considered to have potential to bind to C and T (Moscou and Bogdanove, 2009; Doyle et al., 2012) . TALENs for target 274 give many potential off-target sites with low probabilities and only top 10 sites are shown for each 274C-TALENs and 274mC-TALENs. TALENs for target 31 give only the true target under a default condition (score cutoff = 3). Because FokI portions that work specifically in a dimer were used for TALENs (Miller et al., 2007; Zhang et al., 2013) , only heterodimer targets were considered. target 31
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5' TALE-binding region 
OsDERF1-T2
5'-TTGGA AT TAGCGGCG GC GGCGA GGG CG GGGTGGTG TC TCCGGCGC AG CCGTCGTC GC CGGAGCGG CG GTA -3' 3'-AACCT TA ATCGCCGC CG CCGCTCCC GC CCCACCAC AG AGGCCGC G TC GGCAGCAG CG GCCTCGCC GC CAT -5'
OsDERF1-T3
5'-TGGAT GG AGACCGAC CT CGCGGTGG CC TATATAAG AG AAGAGAAG AG GA -3' 3'-ACCTA CC TCTGGCTG GA GCGCCACC GG ATATA TTC TC TTCTCTTC TC CT -5'
OsCSA-T1
5'-TCCAC AG CAAGCTTC AA GAAATGCT GG AATGGATG GA TGGATGGA GA CCGACCTC GC GGTGGCCT AT ATA -3' 3'-AGGTG TC GTTCGAAG TT CTTTACGA CC TTACCTAC CT ACCTACCT CT GG CTGGAG CG CCACCGGA TA TAT -5'
OsCSA-T2 L2/R2
